Technical Appendix
‡The tetM gene of this strain has a 7-bp deletion at position 640, which is predicted to result in early termination of translation.
Technical Appendix A total of 384 single-nucleotide polymorphisms (SNPs) and 60 indels were observed across the genome of strain NGBS447. For the most part, these polymorphisms were evenly distributed across the genome. However, a 24-kb region (indicated by the asterisk), encoding phage-related proteins, had an overabundance of polymorphisms suggestive of recombination, which was confirmed by using BratNextGen Bayesian analysis. Strain NGBS472 had also undergone recombination in this area. In addition, more polymorphisms (1,689 SNPs and 124 indels)
were identified in this later strain relative to the ST-459 genome. Uneven distribution of these polymorphisms was observed, with most polymorphisms found concentrated in large, discrete areas of the NGBS472 genome.
BratNextGen Bayesian analysis identified these areas of the NGBS472 genome, which are indicated in red in the outermost circle, as having undergone recombination. These regions encode, among others, genes potentially 
